EXHIBIT 13 
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Blast 2 Sequences Page: 1 



BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment. 
The stand-alone executable for blasting tw sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match:| jPenalty for a mismatch:^ 



H UseMegaBLASI Strand option |BMffl5g 



Open gap \ and extension gap | i I penalties 

gap x_dropoff ^0 j expect jio.Oi word size [3 | Filter 0 f|AK^|j 



Sequence 1 Enter accession or GI [cl one e i or download from file 



or sequence in FASTA format from: o jto: o j 






DPEPASSATITDPKKANRFHRTLLLTWLPAGYVPSPKHRSPLIAOTLWGNMLIATESLKNS 
AELTPSDHPFWGITGGGLGMMVx'QEPRENHPGFHMRSSGYFAGMIAGQTHTFS^ 
KLNERYAKNNVS SKNYSCQGEMLFS LQEGFTXAKLVGLYSYGDHNCHHF YTQGENLTSQGT 
FRSQTMGGAVFFDLPMKPFGSTHILTAPFLGALGIYSSLSHFTEVGAYPRSFSTKTPLINV 
LWIGVKGSFMNATQRPQ AWTVELAYQPVLYRQELE I ATQliLASKG IWFGSGS PS SRHAMS 
YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF . 












Sequence 2 Enter accession or GI probst 5 or download from file [ 



or sequence in FASTA format from: o 



:to: o 



msqnknsa f mqpvnvsadlaaivgagpmpr tei ikkmwdyikens lqdptnkminpddkl 
akvfgtekpidmfqmtkravsqhiik 



Comments and suggestions to blast~help@ncbLnlm.nih^ov 



http://www.ncbl.ntm.nih.gov/bla3t/b1288cVbl2.html 
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Page: 1 



% NCBI 



Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2 23 [Apr-24-2002] 

Malm [HB^HBggaBSa op^E S*P extens ion: |Tj 
x_dropoff: [io] expect [lUJJJj wordsize: [Tj EiltSI [§£jigg|| 



Sequence 1 lcl|seq_l Length 955 PKP t? PTfl 
Sequence 2 lcl|seq_2 Length 86 Profe 5 J- • O A>0\ 5* 

No significant similarity was found 



http://wwwjwbl.nlm.nm.gov/Wa3t/bBteq/wblasl2.egl? 



Monday. July 22. 2002 Blast 2 Sequences Page: 1 



BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (b!2seq) can be retrieved from NCBI ftp site 

Reference; Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ ~ Penalty for a mismatch:! - 



H Use Mega PL AST Strand option 



Open gap | n j and extension gap |i j penalties 

gap x dropoff [so 1 expect 1 10 .oi word size 1 3 j Filter 1^ [;|Mgn-] 



Sequence 1 Enter accession or GI [clone e ; or download from file | 
or sequence in FASTA format from:fo jto:|o | 



DPEPAS S ATITDPKKANRFHRTLLLTWLPAGYVPS PKHRS PLIANTLWGNMLLATESLKNS 
AELTPSDHPFWGITGGGLGMMVYQEPRENHPGFHMRSSGYFAGMIAGQTHTFSUCFSO^ 
KLNERYAKNWSSKOTSCQGEMLFSLQEGFLLAKLVGLYSYGDHNCH^ 
FRSQ^G^WFDLPMKPFGSTHILTAPFIX3AI/3IYSSLSHFTEVGAYPRSFSTKTPLINV 
LVPIGVKGSFMNATQRPQ AWTVELAYQP VLYRQELEI ATQLLASKGIWFGSG S PS SRHAMS 
YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF . 



Sequence 2 Enter accession or GI [probst 6! or download from file \ 
or sequence in FASTA format from: fo " jto: 0 j 



ivgagpmprteiikknMdyikenslqdptnkrninpddklakvfgtekpidmfqmtkmvsq 



Comments and suggestions to blast-help@ncbLnlm.nih.% ov 



http^/www.ncbl.ntm.nlh.gov/bla5trt)l28eqrt)l2.html 
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Blast Result 



NCBI 



Blast 2 Sequences r suits 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.3 [Apr-24-2002] 

xjdropoff: [so] expect:| io.o~' wordsize: [Jj Bll£T Wt [fXBgSl 



Sequence 1 lcl|seq_l Length 955 PkP& ?-C* 
Sequence 2 lcl|seq_2 Length 61 W^J- S e? Q ifr»0\(, 
N significant similarity was found 



htlp*www.Bebl.nlmjilh.90v/bl»5t/bl2«eqA(»bl«»l2.egl? 
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Blast 2 Sequences Page: 1 



BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment. 
The stand-alone executable for blasting two sequences (b!2seq) can be retrieved from NCPI ftp sfte 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett. 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match :| iPenalty for a mismatch:^ 



H Use Mega BLAST Strand option {^^MM^^^M 



Open gap jii J and extension gap [ i j penalties 



gap x_dropoff [so J fixrjscl [io\oj word size [3_ j Ellsi fg 



Sequence 1 Enter accession or GI clone e ; or download from file £ 
or sequence in FASTA format from: 0^ jto: 0 j 



DPEPASSATITDPKKANRFHRTLLLTWLPAGYVTSPKHRSPLIANTLWGN^ILIATESLKNS 
AELTPSDHPFWG ITGGGLGMMVYQE PRENHPGFHMRSSGYF AGMIAGQTHTF SLKF SQTYT 
KLNERYAKNNVSSKNYSCC^EKLFSLQEGFLL^ 

FRSG/mGGAWFDLPMKPFGSTHILTAPFIX3AUJIYSSLSHFTEVX3AY^i^ 

LVP IGVKGSFMNATQRPQAWTVELAYQPVLYRQELE I ATQI^LASKG IWFGSGS PS SRHAMS 

YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF . 



Sequence 2 Enter accession or GI |probst 7 or download from file | 
or sequence in FASTA format from:fo jto:|o j 



aatscelanqhghlqfplltrslelmllpsqsqshr 



Comments and suggestions to hlast-help@ncbLnlm.nih.%ov 



http^Awww.ncb).n1m.nlh.oov/bta5t/b(2»oq/bl2.html 



Monday, July 22. 2002 



Blast Result 



% NCBl 



Blast 2 Sequ nces results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 23.3 [Apr-24-2002] 

u^immmmmm&p "HS » exten sion: B 



x_diopoff:[^expect[l^wordsize:(r]BlJsr0 [jjjgBjl 



Sequence llcl|seq_l Length 955 P H-P & BTCC prA-KCZ- 
Sequence2 lcl|seq_2 Length 36 Pr^by SB Q •» <v»0\ 
No significant similarity was found 



hnp-V/www.ncbl.nlm.nlh.gov/blalW><2toq/wblMt2.egl7 
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BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment 

The stand-alone executable for blasting two sequences (b!2seq) can be retrieved from NCBj ftp Site m 
BfifeEfinceiTatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett. 174:247-250 



Program jgHafiW M^ IIffi^MBf gjj 



Parameters used in BLASTN prog ram only: 

Reward for a match:) jPenalty for a mismatch:^ 



II Use Mega BLAST Strand option j^^^jg^ 



Open gap Jii | and extension gap [l \ penalties 

gap x_dropoff 1 50 j expect [lO.ol word size |3 j Filter 0 



Sequence 1 Enter accession or GI [clone e ; or download from file £ 
or sequence in FASTA format from: |o ~ 



to: lo 



DPEPASSATITDPKKANRFHRTLLLTWLPAGYV^SPKHRSPLIANTLWGNMLLATE 
AELT P SDHPFWG I TGGGLGMMVYQE PRENHPGFHMRS SG YF AGMIAGQTHTF S LKF S QTYT 
KIJIERYAKNNVSSKNYSCQGEMLF SLQEGFLIAKLTC 

FRSQTMGGAWFDLPMKPFGSTHILTAPFLGALGIYSSLSHFTEVGAYPRSF 

LVP IGVKGSFMNATQRPQAWTVEI^YQPVL YRQELEI ATQLLASKGIWFGSGS PS S RHAMS 

YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF . | 



Sequence 2 Enter accession or GI [frobst 8 or download from file | 
or sequence in FASTA format from:|o 



to:|cT 



lrhhas lqtnmdi sn f p f 



Comments and suggestions to blast-help@rw bLnlm.nih. gov 



http-7/www.ncbl.nIm.nlh.gov/bl«8t/bl28eq/bl2.html 
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Blast Result 



Page: 1 



NCB 



i 



Blast 2 Sequenc sr suits 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 



Mafid5(^^^^gpgapopen:[lij gap exten sion: [l 
xjdropoff:[5gexpect|io.oiw \WS8S% 



Sequence 1 lcl|seq_l Length 955 pM* P 6 fcrc C $>T/4 ~2.UGZ_ 
Sequence 2 Icl|se<L.2 Length 18 PcoG>$~t <5i iO /^Oi^ 

N significant similarity was found 



http7/www.ncbl.ntm.nlh.gov/bla8t/bt2»eoywbla8t2.C8l? 
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Blast 2 Sequences p *ge: 1 



BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment. 
The stand-al ne executable for blasting two sequences (b!2seq) can be retrieved from NCB1 ftp sit$ 

Reference; Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett 174:247-250 



Pro gram (Iffi 



Parameters used in BLASTN prog ram only: 

Reward f r a match:| jPenalty for a mismatch:^ 



M Use Mega PLAST Strand option |BgmBMgBll 



Open gap [li j and extension gap [I 
gap x_dropoff [so 



penalties 
* expect 1 10 . 0; word size [i~ 



Sequence 1 Enter accession or GI [clone e ; or download from file 
or sequence in FASTA format from:[T 



ito: 



DPEPASS ATITDPKKANRFHRTLLLTWLPAGYVPS PKHRS PLI ANTLWGNMLLATESLKNS 
AELTPSDHPFWGITGGGLGMMVYQEPRENHPGFHMRSSGYFAGMIAGQTHT 
KLNERYAKNNVS SKNY SCO^EMLF SLQEGFLIJ^KL VX5LYS YGDHNCHHF YTQGENIiTSQGT 
FRSQTMGGAWFDLPMKPFGSTHILTAPFIX3AI/3IYSSL^ 

LVP IGVTCGSFMNATQRPQAWTVEI^YQPVliYRQELE I ATQLLASKGIWFGSGS PS SRHA^ 
YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF . 



Sequence 2 Enter accession or GI Jprobst 9 or download from file 
or sequence in FASTA format from:|o 



to: 



lalwn 



Comments and suggestions to hlast-help@ncbLnlm.nihf>ov 



http*7A»ww.ncbl.nlm.nih.gov/blast/bl2aeoyb'2.html 
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Blast Result 



Page: 1 




Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 

Matrix I^^^BB^^ig^ S a P open:[uj 8 a P extension: HI 
xjropoff: [sol expect[KKOj woidsize: [7j Hlier M 

Sequence 1 lcl|se<ul Length 955 ? *+P (f fTfC^ PrA "HVC^ 

Sequence 2 lci|seq^2 Length 5 probs A S& Q ' D fU <>\tf 
No significant similarity was found 



http*7/www.ncbl.nlm.nlh.Qov/bla8t/bl2seq^fblaat2.cgt? 
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Blast 2 Sequences 



Page: 1 



BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from frTCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett. 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match:) j Penalty for a mismatch: 



U Use Mega PLAST Strand option ||MEaSH»Wll 



Open gap [lT j and extension gap |i j penalties 



gap x_dropoff 50 j expect lo.oj word size |3 j Biter. 0 Ijjjjgsl 



Sequence 1 Enter accession or GI [c lone e : or download from file £ 
or sequence in FASTA format from: 0 



ito: o 



u x KaVi a r x ei£>TUi/ rnAJja ay rnij & x t> t/u> uwy ur^yuunuv t»KjLM v fit x viwyiiiiW a wvi wajviv 

DPEPASSATITDPKKANRFHRTLLLTWLPAGYVT>SPKHRSPLIANTLWGNMLLATES 

AFXTPSDHPFWGITGGGIXSMMVYQEPRENHPGFHM^ 

KLNERYAKNWSSKNYSCQGEMLFSLQEGFLIAKLVGLYSYGDHNCM 

FRSQTMGGAVFFDLP>DCPFGSTHILTAPFIX5AI^IYSSLSHFTEVGAYPRSFSTKTPLINV 

LVPIGVKGSFMNATQRPQAWTVELAYQPVLYRQELEIATQLLASKGIWFGSGSP 

YKI SQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGE IALRF . 



Sequence 2 Enter accession or GI [prqbst 0 or download from file £ 
or sequence in FASTA format from: 0 



ito: 



ccyrvnhnhid 



Comments and suggestions to blasUhelp@ ncbi.nlm.nih. pov 



http^www.ncbr.nlm.nlh.QOv/blaat/bt280q/bt2.html 
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NCBI 



Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 

Matrix IfflBjSilE^a^l s a P &*P exten sion: E 

x_dropoff : [scTj expect [ l o . o j wordsize: Biter B 



Sequencel lcl|se<ul Length 955 £ P^PB frT CC pr? A - *QL, 
Sequence 2 lcI|secL.2 Length 11 p Tofe^"C S & Cl i MOl \0 
No significant similarity was found 



hnp^/www.ncbl.nlm.nih.0ov/blaat/bl2seo/wbla8t2.cgl? 
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Blast 2 Sequences 



Page: 1 



BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment. 

The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCPI ftp ste t 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ ~ ^Penalty for a mismatch: [" 



U Use Mega BLAST Strand option (g^^bl^g 



Open gap In j and extension gap |i_ j penalties 



gap x_dropoff [so j expect [ToToI word size [3 j Ete£I Wt 



Sequence 1 Enter accession or GI [clone e or download from file 
or sequence in FASTA format from:[o j to: [o~ 



J 



DP E PAS S AT I TD PKXANRFHRTLLLTWLP AG YVP S PKHRS PL I ANTLWGNMLLATE S LKNS 
AELTPSDHPFWG ITGGGLGMM\TYQEPRENHF<3FHMRS SGYFAGMI AGQTHTF SLKF SQTYT 
KLNER YAKNNVS SKNYS CQGEMLF S LQEGF LLAKLVGL Y S YGDHNCHHF YTQGENLTS QGT 
FRSQTMGGAVFFDLPMKPFGSTHILTAPFLGAIXS^ 
LVTIGVXGSEMNATQRPv^WTVEIAYQPVL^ 

YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF . 



Sequence 2 Enter accession or GI |probstii. or download from file 
or sequence in FASTA format from: o ;to:[o 



vdvi vidsvaa Ivpkselege igdvhvglqarmms q 



Comments and suggestions to blast-help@ ncbi.nlm.nih. $ov 



http^/www.ncbl.n!m.nlh.gov/bU8l/bl28flq/l)l2.html 
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Page:1 



% NCBl 



Blast 2 Sequ nc s results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 

Maag jjl^lI^iaiSa 8 a P ^[yJ &°P exten sion: g 
x_dropoff: |Io] expect|ij0.j)j wordsize: [Tj Filter ^ [fijBjjll 



Sequence 1 lcl|seq_l Length 955 pMp£? frTCC PT A -mc,?^ 
Sequence 2 lcl|seq_2 Length 36 Profes^ S & & 'O t*C' t || 
No significant similarity was found 



http://www.iwbl.nlm.rilh.gov/bliBtfcl2Mqtobls4t2.egl? 



Monday. July 22. 2002 Bl * 8t 2 Sequences P*fle: 1 



BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 

The stand-alone executable for blasting tw sequences (b!2seq) can be retrieved from NCTftp gift . , . eonilMMcB 

RgfeKscfiiTatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward f r a match: |_ (Penalty for a mismatch:^ 



U Use Mega BLAST Strand option jj^MBMBlIl 



Open gap | il | and extension gap |i j penalties 

gap x_dropoff |so { word size |?„..'. J ® flBSsSl 



Sequence 1 Enter accession or GI [cl one e or download from file 



or sequence in FASTA format from: 0 |to:| 0 j 






DPEPAS S ATITDPKKANRFHRTLLLTWL pagyvps pkhrs pliantlwgnmllateslkns 

AELTPSDHPFWGITGGGLGMMVYQEPRENHPGFHMRS SGYFAGMI AGO/nTTFSLKF SQTYT 
KUJERYMOmVSSKNYSCQGEI^ 

FRSQTMGGAWFDLPMKPFGSTHILTAPFIX1AIX3IYSSLSHFTEVGAYPRSFSTKTPLINV 
LVPIGVKGSFMNATQRPQAWTVEIAYQPVLYKQELEIATQLl^KGIWGSGSPSSRHAMS 
YKISO^TQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF . 












Sequence 2 Enter accession or GI 1 probsti2 .j or download from file 



or sequence in FASTA format from:[c 



jto:|o 



mpriigidipakkklkisltiygigpalskeiiarlqlnpearaaglteeevgrlnallqs 
dyvvegdlrrrvqsdikrlitihayrgqrhrlslpvrgqrtktnsrtrkgkrktiagkkk 



Comments and suggestions to hlast-helD@ncbLnlm t mheov 



http7/www.ncbi.nlm.nlh.QOv/bla5t/bI286q/bl2.html 



Monday ' July 22, 2002 Blast Result Page: 1 



NCBI 



Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 



Matrix 



§|||||jj gap open:[uj gap extension: [Tj 



x_dropoff: [sol expectf ioTo] wordsize: [T] Ete Hi |fAJfpivj 



Sequence 1 lcl|seq_l Length 955 
Sequence 2 lcl|seq_2 Length 121 
No significant similarity was found 



pt-<P& fr-rcc FVA ~2VGZ- 



http^/www.nebl.ntm.nih.gov/bIast/bl2seqAirblast2.cgl? 
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Blast 2 Sequences Pago: 1 



BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ ~ jPenalty for a mismatch: ) 

H UseMsgaBLASI Strand option [gN^gp^^Bf^ 



Open gap | n I and extension gap |i j penalties 



gap x_dropoff 50 I expect 10 . o j word size [3 J EllSE 0 {jfAJiggj 



Sequence 1 Enter accession or GI |clqne e j or download from file 
or sequence in FASTA format from:|o jto:[o~ j 



DPEPAS S ATITDPKKANRFHRTLLLTWLPAGYVPS PKHRS PLIANTLWGNMLIATESIiKNS 
AELTPSDHPFWGITGGGLGMMVYQEPRENHPGFHMRS SG^ 

KLNERYAKNNVS SKNYSCQGEMLF SLQEGFLLAKLVGLYS YGDHNCHHFYTQGENLTSQGT 
FRSQTMGGAVFFDLPMKPFGSTHILTAPFLGAI/3IYSSLSHFTEVGAYPRSFSTKTPLINV 
LVPIGVKGSFMNATQRPQAWTV^LAYQP VXYRQELEIATQLLiASKG IWFGSG S PS SRHAMS 
YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF ! 



Sequence 2 Enter accession or GI |pr obs ti3.: or download from file 
or sequence in FASTA format from:[o ;to:[o j 

rptnkrninpddklakvfgt 



Comments and suggestions to blQSt-MpQncbunlffUnihgQv 



http://www.ncbl.nlni.nih.QOv/blast/br2seq/bl2.html 
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Blast Result 



Page: 1 



% NCBI 



Blast 2 Sequenc s r suits 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.23 [Apr-24-2002] 



MaSm |aBE9§UW$jM^1| g a P 0 P eD: l 1 j:i gap extension: 
xjdropoff: [io] expect fioTol wordsize: Bltet M [jSSgj] 



Sequence 1 lcl|seq_l Length 955 P^PS PtT CC~ [>-C h ' ^ L, ~ i - 
Sequence2 lcl|seq_2 Length 20 P CO<o*V SB Gi /D<v»o: *3 
No significant similarity was found 



hnp^/www.nebl.nlm.nlh.sov/bla»t/bl2aaq/wblasl2.cgl? 



Monday. July 22. 2002 



Blast 2 Sequences 



Page 



BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Erogram irasraHMB^ Matrix I 'BLOSUM62 



Parameters used in BLASTN prog ram only: 

* |Penalty for a mismatch:^ 



Reward for a match: 



H UseltoSLASI Strand option Jg^SBSBSKHB 



Open gap |n j and extension gap [i j penalties 

gapx_dropoff |so jsxpsci 10. oj word size |'3 jEfllsrEiJ [fjAKj 



Sequence 1 Enter accession or GI [clone e j or download from file 
or sequence in FASTA format from:[o 



ito: 



DPEPASSATITDPKKANRFHRTLLLTV^PAGYVFSPKHRSPLIANT^^ 

AELTP SDHPFWG ITGGGLGMMVYQ E P RENHPGFHMRS SG YF AGMI AGQTHTF S LKF S QTYT 

KLNERYAKNNVS SKNYSCQGEMLF SLQEGFIXAKLVGL YS YGDHNCHHF YTQGENLTSQGT 

FRSQTMGGAVFFDLP>!KPFGSTHILTAPFIX5AI/3IYSSLSHFTEVGAYPRSFSTKTPLINV 

LVP I GVKG S FMNATQRPQ AWTVELAYQ P VL YRQELE I ATQLLASKG IWFG SG S PS S RHAMS 

YKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF . 



Sequence 2 Enter accession or GI |probst14. or download from file £ 
or sequence in FASTA format £rom:|o 



to:lo 



ddklakvfgtekpidmfqmt 



Comments and suggestions to blast-help@ncbLnlm.nih. gov 



http:Zftam.ncbl.nIm.nlh.gov/blaat/bl2Beq/bi2.html 
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Blast Result 



Pago: 1 



NCBI 



Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLAST? 2J23 [Apr-24-2002] 



Mattg|ffiL^^aaa S*P W extension: |i 
1 1 o . 0 j wordsize: [T~j Elter M (|| 



xjdropoff: [io] < 



Sequence 1 lcl|seq^l Length 955 pNtP ^ ^ P~TA~ ~ OM 

Sequence2 lcl|seo_2 Length 20 PrO ^ 5 B Q I p A» O : K{ 
No significant similarity was found 



http^/www.ncbl.nlm.nih.gov/blast/b12s«o/wblaat2.col? 



